ABSTRACT Here, we report the annotated draft genome sequences of six type strains of the family Eggerthellaceae, Gordonibacter faecihominis JCM 16058, Paraeggerthella hongkongensis DSM 16106, Parvibacter caecicola DSM 22242, Slackia equolifaciens DSM 24851, Slackia faecicanis DSM 17537, and Slackia isoflavoniconvertens DSM 22006.
NC_001422) using a BLASTn search (14) . All contigs of Ͻ500 bp were excluded. To calculate genome coverage of each strain (Table 1) , trimmed reads were mapped against remained contigs by using Bowtie 2. Draft genome sequences were annotated using the automated NCBI Prokaryotic Genome Annotation Pipeline (15) . The assembly metrics and annotated features are given in Table 1 According to in silico DNA-DNA hybridization analyses (17), G. faecihominis JCM 16058 T and G. urolithinfaciens DSM 27213 T are closely related, with a similarity value of 88.7%, and therefore may represent the same species. However, this should be validated with a polyphasic approach.
Data availability. The draft genome sequences of these Eggerthellaceae type strains have been deposited at DDBJ/ENA/GenBank under the BioProject number PRJNA473639, and the described accession numbers in this publication are listed in Table 1 . For all sequences, the first versions of the accession numbers are described in this paper. Additionally, this BioProject includes three draft genomes of G. urolithinfaciens DSM 27213 (QIBW00000000), E. sinensis DSM 16107 (QICC00000000), and A. celatus DSM 18785 (QICA00000000).
